Labelled COOHterminal amino acids formed were diamino pimelic acid and alanine in molar ratio 2.3:1 on the basis of radioactivity.
Judging from the results of hydrazinolysis, all of glutamic acid and more than 80% of diaminopimelic acid had no free carboxyl group. These amino acids appear to be amide forms, since con siderable amounts of ammonia were found with the amino acid analyzer in the acidhydrolyzates of the peptides of all stages.
Proposed structure for the peptide of average length is shown in Fig. 1 . Two-thirds of the peptide is supposed to be missing COOHterminal alanine.
It can also be supposed that in the cell wall the disaccharide is linked to NH2-terminal alanine through carboxyl group of muramic acid, and that the peptide is connected each other through NH,-terminal glycine and COOH-terminal alanine. The Flavobacterium enzyme seems to hydrolyze these linkages.
Glutamic acid has D-configuration, because glutamic acid isolated from the peptide was utilized by Lactobacillus arabinosus but not by Streptococcus faecalis. D-Amino acid oxidase from hog kidney decomposed 36% of alanine isolated from the acid-hydrolyzate of the degraded peptide.
After one cycle of degrada tion, the oxidase decomposed more than 90% of alanine in the hydrolyzate of the degraded peptide.
Consequently the NH1-terminal alanine is L-configuration and the alanine vicinal to diaminopimelic acid is D-configura tion.
From these results it is concluded that the mucopeptide of S. roseochromogenes cell wall is similar to those of bacterial cell walls which have been established till now, but that it is a new type in view of the presence of L,Ldiaminopimelic acid and one mole of glycine between alanine and diaminopimelic acid.
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